ABSTRACT Staphylococcus aureus multilocus sequence type 398 (ST398) is responsible for an increasing number of severe infections in humans. There are no reports detailing if all ST398 strains are equally virulent. We present the genome sequence of the moderate-virulence ST398 methicillin-susceptible Staphylococcus aureus strain GD1108, determined in a Caenorhabditis elegans infection model, to reveal the ST398 sublineage virulence.
.uk/projects/fastqc). Filtered PacBio subreads (prepared by Genome Quebec) and trimmed Illumina reads were used for hybrid genome assembly using the Unicycler v0.4.7 pipeline (SPAdes v3.13.0, minimap, Racon v1.3.2, Pilon v.1.23) (20) (21) (22) (23) (24) . Once assembled, GC content was determined with QUAST v4.4, and gene annotation was accomplished using NCBI's Prokaryotic Genome Annotation Pipeline using the bestplaced reference protein set (GeneMarkS-2ϩ v4.8) (25, 26) . All programs were run using their default settings.
Following assembly, three contigs were generated from the GD1108 reads, including one representing the chromosome and two representing plasmids (3,175 and 18,638 bp). From PacBio sequencing, there were 1,516,326,066 sequenced bases covered by 110,591 raw reads, with an average read length of 13,711 bp. The average read lengths for Illumina sequencing were 261 bp for R1 and 262 bp for R2, with 412,567 reads generated. The estimated genome coverage for Illumina sequencing was 39ϫ, while PacBio sequencing had 487ϫ coverage. The assembled GD1108 chromosome was 2,783,012 bp long, with 2,808 genes identified, of which 2,727 were coding DNA sequences (CDS), 81 were RNA genes, and 84 were pseudogenes. The GC content was 32.98%.
Data availability. The chromosomal genome sequence was deposited at GenBank under the accession number CP040230, with SRA accession numbers SRX5915513 (Illumina) and SRX5915514 (PacBio).
